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Commentary
In July 2004 the Mexican government created the National Institute
for Genomic Medicine (INMEGEN) as part of a National Platform
aimed towards the development of a Mexican genomic medicine
focused on the prevention of chronic deceases affecting the local
population, by finding correlations between genetic markers and
conditions such as diabetes and obesity. In Silva-Zolezzi et al. reported
the results of a country-wide survey exploring the genetic diversity of
the Mexican mestizo and arguing for the existence of “private alleles”
and their possible relations to diseases catalogued as public health
concerns [1]. A number of papers have been published since then,
some of them including criticisms on the methodology used, the
results presented, as well as the research’s implications [2-8].
In a recent paper, Anaya-Muñoz, et al. has argued that two
perspectives have characterized the exploration of Mexican genomic
diversity from a biomedical point of view: what they call the
“flattening” and the “unpacking” research strategies [9]. Each is
characterized by methodological assumptions that permeate the
sampling design, result analysis and conclusions drawn from the
genomic (or genetic) explorations performed.
The flattening approach is represented by Silva-Zolezzi et al. [1],
which reports low levels of genomic variation suggesting a high
homogeneity among the Mexican mestizo populations, despite the
documented anthropological, historical and pharmaco-genetical
evidence that shows otherwise. The Mexican-mestizo is genetically
composed by elements of Spanish, Indígena (represented by a single
group) and African descent (on a lower proportion). The reported
genomic composition confirms the official narratives of a mestizo
nation with roots on three genetic origins (America, Europe and
Africa), creating a historically inaccurate vision of the indígenas as a
bio-social, monolithic construct. Blood sampling, next-generation
sequencing, as well as a statistical toolbox, support these genomic
findings; however, the most controversial point is the sampling
strategy, based only on political and geographical criteria (namely, the
federal states of Mexico).
The unpacking strategy, by contrast, aims to reveal the biological
diversity, by way of implementing a complex array of multidisciplinary
methodological criteria including linguistic categories, and historical,
anthropological and demographic data. This broader disciplinary array
informs not only sampling design but also analysis of results. The first
Mexican pharmaco-genetic study of this sort was led by Ruben Lisker
[10] and helped planning the malaria eradication campaign in the
mid-1960s [11,12]. The most recent example of this perspective is the
work of Moreno-Estrada et al. [13]. The methodological approaches
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used by Lisker fifty years ago, and Moreno-Estrada recently, help to
exhibit a complex genetic structure that is not only biologically
interesting, but also biomedically and therapeutically relevant in the
treatment of complex diseases.
The point raised by Anaya-Muñoz et al. [9] makes the case for the
foremost importance of the epistemological assumptions supporting
pharmaco-genomic research. As they claim, “[s]cientists’ choices […]
have consequences not just for accounts of genetic variation in human
populations, but on social, demographic and biomedical practices as
well” (2017, 109).
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